The complete genome sequence of Listeria monocytogenes Lm60, a fast cold-adapting serotype 1/2a human isolate, is presented.
isteria monocytogenes is an important food-borne pathogen associated with serious illness and high mortality in those with weakened immunity (1) . In particular the capacity of this bacterium to grow on cold preserved foods is a significant public health and food safety concern (2, 3). Strains with an enhanced ability to adapt and grow at refrigeration temperatures pose heightened risks, since they might multiply more efficiently reaching levels required for human infection within the shelf life of some cold preserved foods (4) . At present there is little known about the molecular and genetic mechanisms responsible for the enhanced cold adaptability phenotypes displayed by some L. monocytogenes strains compared to others (3, (5) (6) (7) (8) (9) . Lm60 is a fast cold-adapting strain that was isolated from a sporadic human listeriosis case in Switzerland. This strain, when transferred from 37°C to 4°C, requires a significantly shorter lag time for cold adaptation resuming growth after about 9 h compared to between 70 and 200 h required by the majority of other L. monocytogenes strains (9) .
We present here the complete genome sequence of L. monocytogenes Lm60. Genomic DNA was isolated from Lm60 and subjected to single-molecule real-time sequencing on a Pacific Biosciences RS2 device (10-kb insert library, P4/C2 chemistry) at the Functional Genomics Centre at the University of Zurich. Sequencing resulted in 27, 714 sequence reads (48-fold genome coverage) with an average length of 5,854 kb. The Lm60 genome was assembled de novo using the SMRT Analysis 2.1.1 software and HGAP3 algorithm to a single chromosome of 2,989,591 bp in size with a GϩC content of 38%. Gene prediction and annotation was carried out using the NCBI Prokaryotic Genomes Automatic Annotation Pipeline.
The Lm60 genome contains a total of 3,002 genes including 2,904 coding sequences (CDS), 12 pseudogenes, 67 tRNA genes, and 6 16S-5S-23S operons. Using the Phage search tool (PHAST) (10), the Lm60 genome was predicted to harbor two incomplete prophages located at positions 1,913,313 to 1,936,288 (22,976 bp) and 2,815,070 to 2,863,134 (48,065 bp), as well as two-phage-like regions at positions 771,018 to 824,162 (53,145 bp) and 2,591,434 to 2,643,286 (51,853 bp). An in silico multilocus sequence type (MLST) analysis was performed using the MLST targets (abcZ, cat, dat, lhkA, bglA, dapE, and ldh) and Lm60 was assigned to sequence type (ST) 551 (11) (http://www.pasteur.fr/recherche/genopole/ PF8/mlst/index.html).
The availability of the genome sequence from this strain will provide insight into possible genetic mechanisms associated with enhanced cold stress resistance among fast cold-adapting L. monocytogenes strains.
Nucleotide sequence accession number. The complete Lm60 genome has been deposited in GenBank under the accession no. CP009258.
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